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6 120 sequence was at least 77% identical to the reference sequence, for the class >80%, for the order > 121 85%, > 90% for the family, > 95% for the genus, and for the species >97%. We acknowledge 122 that use of the V4 region of the 16s does not give more than a tentative evaluation of the lower 123 phylogenetic levels (e.g. genus and species), yet we feel that some discussion of the findings in 124 terms of genus and species provided interesting insight as part of this unique survey. Normalized 125 to 20,000 sequences per sample, Alpha and Beta diversity analyses were completed using the 126 Qiime2 [18] microbiome analysis pipeline (https://qiime2.org/).
128 Results

129
We captured and sampled 10 turkey vultures, 9 bald eagles and 2 common ravens.
130 Except for one turkey vulture captured on an Oregon coastal beach, all individuals were captured 131 on southwest Washington coastal beaches or adjacent to Grays Harbor (Fig 1) . Eight of the 132 turkey vultures were adults and two were immatures. Three of the bald eagles were adults and 133 six were immature; six were male and four were female. One common raven was an adult female 134 and the other was an immature male. We collected one fecal sample from each individual for a 135 total of 21 samples. 
145
The total number of bacterial taxonomic OTUs detected among the 21 samples was 1065.
146 Turkey vultures presented the largest diversity of bacterial fecal microbiome (1022 OTUs; n = 147 10), followed by common ravens (454 OTUs; n = 2), and bald eagles (604 OTUs; n = 9). In 148 turkey vultures, 183 bacteria genera were identified, 141 in bald eagles, and 131 in common 149 ravens (Table 1) . Rare faction curves of observed OTUs and Shannon diversity indices were 150 generated based on a rarefaction level of 20,000 sequences per sample (Fig 2) . Non-parametric 151 pairwise comparisons made between turkey vultures and bald eagles (Fig 3) revealed significant 152 differences in the number of observed OTUs (p < 0.001) as well as Shannon diversity indices 153 between the two species (p < 0.001). The alpha diversity of turkey vultures was found to be 154 significantly greater than the alpha diversity of bald eagles with regards to both measured alpha 155 diversity metrics. Corresponding with alpha diversity analyses, based on ANOSIM pairwise 156 comparisons (S1 Table) , beta diversity between the turkey vultures and both the bald eagles as 157 well as the common raven is shown. Beta diversity comparisons were based on the weighted 158 unifrac distance matrix values which can be better visualized via principal coordinate analysis 159 (PCoA) plot (Fig 4) . (Table 2) . A total of 141 genera were detected in the nine 212 bald eagle samples and 14 of these genera represented 90% of all sequences detected. The two 213 most common, Burkholderia and Pseudomonas, comprised 36% of the total on average (Table   214 2). While only two common ravens were sampled, 131 bacterial genera were detected with 9 of 215 these comprising 90% of the OTUs (Table 2) As with genera, most of the tentatively classified bacteria species detected across all three 239 avian species we studied comprised relatively small proportions of the overall fecal bacterial 240 diversity (Table 3 ). Moreover, bacteria that were relatively abundant in one avian species in our 241 study were less abundant or missing altogether in the other two. In turkey vulture samples, only 242 Fusobacterium mortiferum, Clostridium perfringens, and Clostridium ruminantium represented 243 over 10% each of the total bacteria species population. In bald eagles, Burkholderia ubonensis 244 comprised more than 10% of all bacterial species and Delftia tsuruhatensis comprised nearly 245 10%. In contrast, no bacteria species represented > 10% of the total bacteria in common ravens. 14 246 
